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Recurrent water deficit causes 
epigenetic and hormonal changes 
in citrus plants
Diana Matos Neves1, Lucas Aragão da Hora Almeida2, Dayse Drielly Souza Santana-Vieira3,4, 
Luciano Freschi5, Claudia Fortes Ferreira6, Walter dos Santos Soares Filho6, Marcio Gilberto 
Cardoso Costa1, Fabienne Micheli1,7, Maurício Antônio Coelho Filho6 & Abelmon da Silva 
Gesteira  1,6
The present study evaluated the physiological, molecular and hormonal parameters from scion/
rootstock interaction of citrus plants during recurrent water deficit. Responses of the Valencia (VO) 
scion variety grafted on two rootstocks with different soil water extraction capacities, Rangpur Lime 
(RL) and Sunki Maravilha (SM), during three successive periods of water deficit: plants exposed to a 
single episode of water deficit (WD1) and plants exposed to two (WD2) and three (WD3) recurrent 
periods of WD were compared. The combinations VO/RL and VO/SM presented polymorphic alterations 
of epigenetic marks and hormonal (i.e. abscisic acid, auxins and salicylicacid) profiles, which were 
particularly prominent when VO/SM plantswere exposed toWD3 treatment. Upon successive drought 
events, the VO/SM combination presented acclimatization characteristics that enable higher tolerance 
to water deficit by increasing transpiration (E), stomatal conductance (gs) and photosynthetic rate (A), 
which in turn may have facilitated the whole plant survival. Besides providing comprehensive data 
on the scion/rootstock interactions upon successive stress events, this study brings the first dataset 
suggesting that epigenetic alterations in citrus plants triggered by recurrent water deficit lead to 
improved drought tolerance in this crop species.
Restriction of water supply can severely limit plant growth, development and production1,2. Climate change is 
leading to global warming and more frequent and/or extreme drought events in many important agricultural 
regions of the world. Successive drought events have been shown to trigger permanent changes in plant responses 
in a sense that previous stress events can prepare the plant to overcome subsequent adverse conditions, thus char-
acterizing a type of plant memory to these disturbances3,4. This stress memory can be developed at different life 
stagesandis associated with changes in plant physiological and molecular processes2,5.
Accumulating evidence indicates that epigenetic changes are behind the stress memory in plants6,7. Without 
any changes in the genome nucleotide sequences, stress events have been shown to permanently modulate gene 
expression via the activation or silencing via epigenetic mechanisms3,8,9. One of these epigenetic changes is the 
cytosine methylation in the DNA7, which is a reversible process depending on dedicated enzymes. Overall, the 
methylation in the coding or regulatory regions hinders the expression of target genes, whereas demethylation 
events are accompanied by the activation of genes in the eukaryotic genome10,11. A technique widely used in 
the evaluation of the methylation profile of the DNA is the Methyl-Sensitive Amplification of Polymorphism 
(MSAP). This technique uses the MspI and HpaII enzymes, which recognize 4-base sites (CCGG) and whose 
action depends on the methylation state of the internal cytosine residue12. Hence, MSAP allows simultane-
ously showing several regions of the genome giving rise to multi-location markers6,7,13. Alongside with other 
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approaches, MSAP opens new opportunities for better understanding how DNA methylation is involved in 
stress-induced modifications in plant responses via epigenetic changes.
Over the years, increased attention has been dedicated to investigating the mechanisms underlying stress 
memory in crop species2,14. However, despite its agricultural importance, whether and how the memory to stress 
protects citrus plants during successive stress events remains to be explored. Water deficit has been shown to 
trigger a wide range of responses in citrus, including physiological, biochemical, hormonal and gene expression 
changes that improve the survival of these plants under water-limiting conditions15,16. Citrus rootstock combina-
tions have been identified as a promising strategy to improve the fitness of this crop when challenged by moderate 
or severe drought15,17,18. Besides promoting several modifications in plantprimary and secondary metabolites, cit-
rus rootstock combinations have also emerged as a particularly interesting approach for unraveling the plethora 
of physiological and molecular mechanisms behind the drought-induced responses in citrus plants.
Marked changes in citrus hormonal profile have been identified depending on the citrus rootstock combina-
tion and water availability in the soil2,18, particularly in the levels of abscisic acid (ABA), indole acetic acid (IAA) 
and salicylic acid (SA)2,18. As in many other plant species, drought promotes root and leaf ABA accumulation 
in citrus17,18, regulating stomatal opening and closure, and consequently adjusting water loss via transpiration 
according to the availability of this resource in the soil. Recent evidence indicates that ABA accumulation may be 
implicated in the stress memory in plants as the ABA levels in Aptenia cordifolia were higher in plants exposed 
twice to water deficit when compared to plants exposed to a single drought event19. Other plant hormones, such 
as auxins and SA, have also been implicated in mediating plant responses to water deficit2,20–28, including citrus2,18, 
however, whether these hormones are also implicated in the stress memory in plants remains to be elucidated.
Here, we have investigated the influence of recurrent water deficit on the physiological, molecular and hormo-
nal changesinscion/rootstocks combinations containing rootstocks withdifferent soil water extraction capacities: 
Rangpur Lime (RL) and Sunki Maravilha (SM)17,18,29. After exposure to successive water deficit events, distinct 
polymorphic alterations of epigenetic marks depending on the scion/rootstocks combination were evaluated. 
Plants exposed to three recurrent water deficits exhibited the most pronounced physiological, molecular and 
hormonal alterations, which may reflect the acquisition of progressive tolerance to this environmental stress. This 
study brings the first dataset suggesting that epigenetic alterations in citrus plants triggered by recurrent water 
deficit lead to improved drought tolerance in this crop species.
Results
Morphological and physiological responses. Similar total leaf area values were observed regardless 
ofthe genotype or treatment considered (Supplementary Fig. S1). Matric potential and leaf water potential below 
−1.5 MPa and −2.0 MPa, respectively, were observed at the end of the WD1, WD2 and WD3 treatments, which 
indicate the successful imposition of severe water deficit (Fig. 1A,B). RWC were also similar regardless of the 
scion/rootstock combination or treatment condition (Fig. 2). Upon rehydration, both scion/rootstock combina-
tions reestablished their RWC and ΨL full capacity (Supplementary Fig. S2).
Transpiration (E), stomatal conductance (gs) and photosynthetic rate (A) were affected by WD1 (Fig. 3A,B and 
C), being athigher values for VO/RL than in VO/SM plants. No statistical difference for WD2 and WD3 plants of 
the two scion/rootstock was observed, both within and between each period of severe water deficit, indicating a 
possible acclimatization of these plants after the first treatment of water deficit.
MSAP analysis. The MSAP technique resulted in a total of 322 and 309 bands for the VO/RL and VO/SM 
combinations, respectively (Table 1). In the VO/RL combination, 229, 200, 201 and 195 total methylated band-
swere found in plants exposed to control, WD1, WD2 and WD3 conditions, respectively; which indicates reduced 
methylation in drought-exposed plants. Conversely, in the VO/SM combination, 153, 192, 198 and 192 total 
methylated bandswere found in plants exposed to control, WD1, WD2 and WD3 conditions, respectively; which 
indicates increased methylation in drought-exposed plants.
In the VO/SM combination, hemi-methylated ratio of 8.74%, 9.71%, 16.83% and 16.83% were found in plants 
exposed to control, WD1, WD2 and WD3 conditions, respectively; which indicates an increase in the rate of 
polymorphic bands particularly in WD2 and WD3 treatments. At first, this may indicate a methylation gain of 
Figure 1. (A) Soil matrix potential (soil Ψ; MPa). (B) Leaf water potential before sunrise (ΨL; MPa) under 
severe water deficit conditions for the different plant groups exposed to recurrent water deficit (WD1, WD2 and 
WD3), Valencia Orange/Rangpur lime (VO/RL-gray bar) and Valencia Orange/Sunki Maravilha (VO/SM-black 
bar) with Ψ ≥ 2,0 MPa. NS indicates no significance (P ≤ 0.05).
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the external cytosine for the treatments of recurrent water deficit, suggesting drought-induced hypermethylation. 
In contrast, in the VO/RL combination, hemi-methylated ratio of 30.12%,9.01%,12.73% and 8.70% were found 
in plants exposed to control, WD1, WD2 and WD3 conditions, respectively; which indicates a loss of meth-
ylation of the external cytosine in the control compared to recurrent water deficit treatments, thus suggesting 
drought-induced hypomethylation in this genotype.
The heatmap representation of polymorphic patterns revealed a difference between the unmethylated (UM) 
profile for the methylated groups (M-HpaII, M-MspI and FICM) as highlighted by the color key, in which the 
unmethylated group is shown in green and the methylated group stands out in red (Fig. 4).
The frequency of methylation shown for the M-HpaII profile was similar in WD2 and WD3 for VO/SM, 
whereas it differed from WD1 with higher values for the methylation frequency for H-HpaII. This difference was 
also evident when comparing VO/SM WD2 and WD3 with VO/RL WD2 and WD3. Conversely, VO/SM WD 
presented higher frequency in the methylation profile in comparison to VO/RL WD3.
Hormones. Leaf ABA levels for the VO/SM combination showed significant differences between the three 
treatments (WD1, WD2 and WD3), with the highest values for the WD3 treatment (Fig. 5A). Plants exposed to 
more than one period of water deficit (WD2 and WD3) exhibited higher levels of ABA when compared to plants 
exposed to a single water deficit period (WD1). ABA content (Fig. 5D) was higher for the VO/SM combination 
across all treatments (WD1, WD2 and WD3) when compared to the VO/RL combination, with the exception of 
the levels of ABA in the roots for WD1. In the VO/RL combination, no significant differences in ABA levels were 
observed within the treatments of recurrent water deficit (WD1, WD2 and WD3), either in leaves or in roots.
In the VO/RL combination, IAA levels (Fig. 5B) were reduced in plants exposed to more than one recurrent 
water deficit event (WD2 and WD3). This was not observed in the VO/SM combination, which did not show sig-
nificant differences between the three treatments (WD1, WD2 and WD3). In the VO/RL combination, root IAA 
levels (Fig. 5E) were significantly higher inWD1 and WD3 compared to the WD2. A progressive increase in root 
IAA was observed along the WD1, WD2 and WD3 treatment in the VO/SM combination.
In the VO/RL combination, WD1 resulted in higher leaf SA levels (Fig. 5C) compared to the WD2 and WD3 
treatments. In contrast, in the VO/RL combination, the WD2 treatment resulted in higher leaf SA levels com-
pared to WD1 and WD3. Furthermore, the highest root SA levels (Fig. 5F) in VO/SM were found in the WD1 
treatment, while VO/RL did not present a significant difference.
Activity of antioxidant enzymes. Superoxide dismutase (SOD), catalase (CAT), ascorbate peroxidase 
(APX) and guaiacol peroxidase (GPX) activities were determined both in leaves and rootsalong the three recur-
rent drought events (Fig. 6). In both VO/RL and VO/SM combinations, leaf and root SOD activity remained 
unchanged all over the recurrent drought events and no significant differences (Fig. 6A). Leaf CAT activity in VO/
SM plants did not show significant differences between the WD1 and WD2 treatments. However, both differed 
from WD3, with higher values for treatments WD1 and WD (Fig. 6B). In contrast, a marked increase in CAT lev-
els in WD2 and WD3 compared to WD1 was observedin VO/SM but not in VO/RL root systems(Fig. 6F). Root 
CAT activity was significantly higher inVO/SM than in VO/RL plants for treatments WD2 and WD3.
In VO/SM plants, a progressive decrease in APX activity was observed along the three recurrent drought 
events (Fig. 6C). For the combination VO/RL, both leaf and root APX activitywere highest and lowest in WD2 
and WD1 treatments, respectively. In VO/RL plants, leaf GPX remained unchanged along the three successive 
drought treatments, whereas the root activity of this enzyme was gradually reduced from the WD1 to the WD3 
treatments (Fig. 6D,H). In contrast, recurrent drought had no significant influence on root GPX activityin VO/
SM plants (Fig. 6H). Whereas leaf GPX values were always higher in VO/SM than in VO/RL plants, the opposite 
was observed in the root system.
Discussion
Our previous results18 demonstrate that the differences in plant growth, photosynthesis, metabolism and hor-
monal balance between well-watered and droughted citrus plants are highly dependent on the scion/rootstock 
combination considered. Here, were compared plants of the same scion/rootstock combinations analyzed in 
Santana-Vieira et al.18 exposed to one, two or three successive cycles of drought to investigate the physiological 
Figure 2. Relative leaf water content under severe water deficit conditions in the Valencia Orange/Rangpur 
lime (VO/RL-gray bar) and Valencia Orange/Sunki Maravilha (VO/SM-black bar) combinations in the 3rd 
stage of the recurrent water deficit treatment (WD1, WD2 and WD3). The values are averages (n = 3) and the 
bars indicate the standard error. NS indicates no statistical significance (P ≤ 0.05).
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and metabolic performance of these genotypes exposed to recurrent water limiting conditions. The comparison 
between droughted and well-watered plants of these same genotypes is presented in Santana-Vieira et al.18. Since 
the experimental design used in the present study allowed the plants in the WD1, WD2 and WD3 treatments to 
be evaluated at the same time and in the same conditions, thus avoiding physiological differences due to environ-
mental changes, the WD1 was used as the control treatment.
Plant drought responses depend on the duration and severity level of the water deficitand vary within species 
and at different stages of plant development30. Pre-exposure to water stress may alter subsequent plant responses, 
producing faster and/or stronger reactions, which characterizes a form of plant stress memory31. This memory 
involves several mechanisms including the accumulation of intermediate compounds in the intercellular com-
partments, modification of key regulatory proteins, phosphorylation of MAPKs proteins and mainly epigenetic 
alterations that result in the silencing and/or activation of genes that alter the stress response when the plants are 
exposed to subsequent stress3,32–34.
Overall, maintenance of cell homeostasis avoiding the loss of water is among the first responses in plants, 
playing critical importance of minimizing the wilting is the loss of leaf turgor, yellowing and premature leaf 
senescence, and ultimately death35. Therefore, monitoring the relative water content (RWC), leaf water poten-
tial (ΨL), stomatal conductance (gs), photosyntheticrate (A), transpiration (E) and growth can be a valuable tool 
to evaluate whether recurrent drought results in faster or stronger changes in plant physiological responses. A 
reduction in RWC leads to stomatal closure, and as the lower stomatal conductance also decreases photosynthesis 
and transpiration, the reduction in carbon assimilation limits plant growth36,37. Here, we demonstrate that both 
scion/rootstocks combinations exhibited similar drought-induced changes in water status (i.e. RWC and ΨL) 
upon the application of one, two or three recurrent water deficits (Figs 1 and 2). However, VO/SM plants dis-
played a tendency to increase E, gs and A values as the number of recurrent drought exposure increased, whereas 
Figure 3. Transpiration (E), stomatal conductance (gs) and photosynthetic rate (A) in leaves of Valencia 
Orange/Rangpur lime (VO/RL-gray bar) and Valencia Orange/Sunki Maravilha (VO/SM-black bar) exposed 
to severe conditions of recurrent water deficit. Data represent the average ± SD of n = 3 individuals. Equal 
lowercase letters mean that there was no significant statistical difference between combinations. Uppercase 
letters indicateno significant statistical difference between the treatments of the combinations, Scott-Knott 
(p < 0.05).
MSAP band typea
VO/RL VO/SM
CONTROL WD1 WD2 WD3 CONTROL WD1 WD2 WD3
I 93 122 121 127 156 117 111 117
II 97 29 41 28 27 30 52 52
III 70 45 49 52 38 71 56 52
IV 62 126 111 115 88 91 90 88
Total amplified bands 322 322 322 322 309 309 309 309
Total methylated bandsb 229 200 201 195 153 192 198 192
Fully methylated bandsc 132 171 160 167 126 162 146 140
MSAP%d 71.1 62.1 62.4 60.6 49.5 62.1 64.1 62.1
Hemi-methylated ratio(%)e 30.12 9.01 12.73 8.70 8.74 9.71 16.83 16.83
Fully methylated ratio (%)f 40.99 53.11 49.69 51.86 40.78 52.43 47.25 45.31
Table 1. Different types of MSAP within the levels of methylated cytosine for Valencia Orange/Rangpur lime 
(VO/RL) and Valencia Orange/Sunki Maravilha (VO/SM) exposed to full irrigation (Control) and to the 
severe conditions of recurrent water deficit (WD1, WD2 and WD3). aType I is the presence of bands in both 
EcoRI/HpaII and EcoRI/MspI enzymes and indicates the absence of methylation; type II are bands generated 
in EcoRI/HpaII enzymes but not in EcoRI/MspI enzymes; type III bands appear in EcoRI/MspI enzymes but 
not in EcoRI/HpaII enzymes; and type IV represents the absence of band in both enzyme combinations. bTotal 
methylated bands are II + III + IV bands. cFully methylated are III + IV bands. dMSAP is a percentage ratio of 
total methylated bands (II + III + IV) to total amplified bands. eHemi-methylated ratio is a percentage ratio of 
total hemi-methylated bands (II) to total amplified bands. fFully methylated ratio is a percentage ratio of fully 
methylated bands (III + IV) to total amplified bands.
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no marked differences in photosynthesis and transpiration were observed in VO/RL plants subjected to a single 
or multiple drought events (Fig. 3). Besides possibly suggesting a gain of stress memory in VO/SM combination 
rather than in VO/RL plants, these findings are also in line with previous studies comparing VO/SM and VO/RL 
combinations, which have revealed that SM and RL rootstocks triggers distinct drought tolerance mechanisms 
when associated with the same scion18.
Although drought can be considered a multidimensional type of stress resulting in physiological, morpholog-
ical, biochemical and molecular changes, the major drought-related plant responses are controlled at the molec-
ular level, and certain signaling pathways play a central role in the coordination and communication of plant 
responses to water deficit38. One possible response of plants to stress is that they become more resistant to future 
exposure through the acquisition of memory that induces effects on plant development, leaving epigenetic marks 
in the genome; these tags will encode memories (i.e.proteins) for future responses as a result of stress1. MSAP 
data indicated that VO/SM and VO/RL plants exhibit significant differences in the frequency of total methylation 
upon recurrent drought exposure (Table 1). Although recurrent drought exposure promoted DNA methylation 
in VO/SM plants, the opposite was observed for the VO/RL combination. Hemi-methylated ratio also differed 
between VO/SM and VO/RL plants, indicating that drought promotes hypermethylation and hypomethylation 
in VO/SM and VO/RL combinations, respectively. Therefore, the distinct photosynthetic performance observed 
between both scion/rootstock combinations exposed to recurrent water deficit was accompanied by marked dif-
ferences in the DNA methylation, which may explain the gain of memory to stress in VO/SM, but not in the VO/
RL combination. Hypermethylation and hypomethylation of DNA are associated with repression and activation 
of transcripts, respectively9,13. As HpaII enzyme recognizes methylated cytosine externally, this external cytosine 
methylation characteristic may be related to the process of recurrent water deficit in citrus plants. Site-specific 
differential methylation pattern has also been observed in response to drought stress, i.e. methylation and 
de-methylation events taking place simultaneously, which indicates the involvement of drought stress-responsive 
epigenetic machinery targeting specific genes or regions of the genome13,39. During this process of survival and 
adaptation, the genomic cytosine methylation level and site-specific differential methylation changes due to dif-
ferent methylating and de-methylating enzyme activity in response to drought, leading to the activation and 
inactivation of the transcriptional process for specific genes related to drought tolerance40–42. In agreement with 
our findings, the MSAP technique also indicated marked changes in the frequency of DNA methylation in Lolium 
perenne upon water deficit exposure6.
Gene ontology analysis of genes associated with differentially methylated regions indrought-tolerant intro-
gression rice lines under drought conditions revealed that the hypo- or hyper-methylated genes are mainly 
related to transport, stress responses, and transcription regulation14. According to these authors, several tran-
scription factor genes were uniquely differentially methylated in drought-tolerant introgression rice lines under 
drought stress. In contrast, based on methylation-sensitive amplified polymorphism analysis, it has been shown 
that hypomethylation and hypermethylation are more frequent in drought-tolerant and drought-sensitive rice 
genotypes, respectively, under drought conditions13. DNA hypermethylation was also induced by drought in 
peas43. Moreover, extreme temperatures, such as heat and cold stress, affect the expression of genes involved 
due to DNA methylation alterations DNA methylation has also been intimately associated with the cold- and 
heat-stress-induced gene expression44,45.
Hormonal changes may also be associated with the gain of memory to stress19,46 and a strong link between 
DNA methylation and plant hormone signaling has also been described during various physiological 
Figure 4. Heatmap representation ofthe methylation profile obtained with MSAP analysis digested with the 
MspI and HpaII enzymes to evaluate the VO/RL and VO/SM genotypes and the treatments (Control-C, and 
the different WD1, WD2 and WD3 deficit levels) in which NM characterizes the presence of bands cut with 
both enzymes and that there was non-methylation; M-HpaII presence of methylation from the cut with HpaII; 
M-MspI presence of methylation from the cut with MspI; and FICM identifies the group of bands in which 
there are no cuts where there are different types of full or internal methylation of methyl cytosine and/or 
mutation.
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processes47–49. Among plant hormones, ABA regulates many physiological and biochemical processes of accli-
matization and/or tolerance, some of them common to different stress conditions50. Stressful environmental con-
ditions, particularly drought, generally promote ABA biosynthesis and accumulation51 and this hormone plays 
a major role in regulating the water status by controlling stomatal aperture and promoting enzymes and other 
proteins involved in cell dehydration tolerance, among other physiological and biochemical responses52. ABA 
may act asa long-distance water stress signaling molecule as drought-exposed roots synthesize and transport ABA 
to the xylem where it will be translocated to the canopy and regulate stomatal opening and growth of the aerial 
parts53–55. Previous findings revealed that SM and RL genotypes display marked differences in hormonal response 
when challenged by water deficit18. Overall, canopies grafted onto SM exhibit a tendency to increase leaf ABA 
levels when compared to those grafted onto RL rootstocks18.
During the first cycle of water deficit (WD1), VO/RL and VO/SM photosynthetic rates were significantly 
different. Considering WD1 as a reference, this difference was not observed in WD2 and WD3 due to a slight 
decrease and increased in the photosynthetic rate of VO/RL andVO/SM combinations, respectively. This data 
agrees with the increase in ABA content in leaves and roots of the VO/SM combination, which was not observed 
in the VO/RL combination. This suggest an important influence of the root system on the acclimation capacity 
of citrus against recurrent drought events. In line with this, our previous findings18 indicate that SM rootstocks 
Figure 5. Endogenous ABA, IAA and SA levels in leaves (A,B and C) and roots (D,E and F) of Valencia 
Orange/Rangpur lime (VO/RL gray bar) and Valencia Orange/Sunki Maravilha (VO/SM-black bar) exposed 
to severe conditions of recurrent water deficit (WD1, WD2 and WD3). The values represent the averages 
(n = 5) ± the standard deviation. Capital letters compare differences between combinations. Lowercase letters 
compare differences within treatment. The Scott-Knott test (P > 0.05) was used for comparison of the averages.
Figure 6. Superoxide dismutase (SOD), catalase (CAT), ascorbate peroxidase (APX), guaiacol peroxidase 
(GPX) activities in leaves (A,B,C and D) and roots (E,F,G and H) of Valencia Orange/Rangpur lime (VO/RL 
gray bar) and Valencia Orange/Sunki Maravilha (VO/SM-black bar) exposed to severe conditions of recurrent 
water deficit (WD1, WD2 and WD3). The values represent the averages (n = 3) ± the standard deviation. 
Capital letters compare differences between combinations. Lowercase letters compare differences within 
treatment. The Scott-Knott test (P > 0.05) was used for comparison of the averages.
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facilitates plant survival by promoting drought tolerance by increasing ABA, which in turn triggers water-saving 
responses31,56,57.
Working with Arabidopsis56, confirms that guard cells exhibit transcriptional memory similar as to what 
occurs to some genes and that elevated concentrations and/or increase of ABA sensitivity have been a strong 
memory mechanism in guard cells which stretches throughout many periods of drought and rehydration. Also19, 
evaluating re-occurrence of water deficit in Aptenia cordifolia plants, analyzed carbon assimilation (A) and sto-
matal conductance (gs), reporting no variation between plants of the second (SS) in comparison to those from the 
first (CS) stress cycle. However, as to ABA content, significant differences between the plant groups were noticed, 
whereas the SS plants presented higher values in comparison to the CS plants. The authors concluded that the 
Aptenia cordifolia plants had a memory capacity in the SS plants and that the chances of the ABA levels in those 
plants were probably modulating the changes in the redox state of the cell, such as signaling for less oxidative 
damage.
Increase in ABA levels in plants undergoing recurrent water deficit suggests an influence of this plant hor-
mone on growth regulation, osmotic adjustment and antioxidant responses19,46,58. Also, previous studies have 
shown that ABA plays a protective role under recurrent drought via gene expression reprogramming19,31,56. 
Considering WD1 asreference, our data indicate that recurrent water deficit significantly promotes ABA levels in 
VO/SM plants, whereas no marked changes are observed in individuals of the VO/RL combination (Fig. 5A,B). 
Therefore, this contrasting hormonal response observed between VO/SM and VO/RL plants may alsobe asso-
ciated with marked changes in drought-induced DNA methylation pattern detected between these genotypes. 
Recent discoveries reveal that besidesgenetic regulation, epigenetic regulation plays a key role inABA-mediated 
plant processes56,59. ABA might mediate stomatal response by chromatin remodeling through changes in histone 
acetylation status at certain loci. In tomato,the linker histone H1 variant, H1-S, was induced by drought through 
an ABA-dependent pathway59.
Besides ABA, previous findings have also revealed that drought-induced impact on auxin and SA are mark-
edly different betweenVO/SM and VO/RL plants18. In the present study, a clear correlation between root ABA 
and IAA levels was observed in VO/SM plants, i.e. a rise in both hormones was observed as the number of recur-
rent drought events increased. It is possible that the increase in ABA levels favored by the VO/SM combination 
promoted leaf IAA levels, thus facilitating growth rate due to regulation of transpiration and carbon assimila-
tion60–62. The impact of epigenetic alterations in auxin synthesis, transport and signal transduction has been 
recently described49,63, although the mechanisms behind the influence of DNA methylation on auxin metabolism 
and signaling still remains far from elucidated. Moreover, recurrent water deficit progressively decreased root 
SA levels in VO/SM plants (Fig. 5), which agrees with the reports indicating that water deficit triggers changes in 
SA64–66 and this hormone plays an important role in stomatal closure, thus favoring drought tolerance67.
Drought tolerance also requires the presence of a highly efficient antioxidant metabolism to cope with the 
stress-derived increased in reactive oxygen species (ROS) production. In high concentrations, activated or par-
tially reduced oxygen species such as hydrogen peroxide (H2O2) and the superoxide radical (O2•−), can modify 
different biomolecules, such as oligonucleotides, sugars, proteins and lipids, leading to the oxidative destruction 
of the cell68,69. Key components of the plant cell antioxidant system are the so-called antioxidant enzymes, such 
as SOD, CAT, APX and GPX and the non-enzymatic system, including the carotenoids, alkaloids, ascorbate and 
glutathione70–72. Under drought, SOD is the first line of plant defense against ROS as is activity convertsO2•_into 
H2O2. Since SOD removes O2•_, this enzyme plays an important role under moderate rather than severe water 
deficit conditions73–76. In line with this, no marked changes in SOD were observed when VO/RL and VO/SM 
plants were exposed to recurrent severe drought events (Fig. 6).
Catalase, APX and GPX are the main enzymes responsible for H2O2 elimination in plants; therefore, their 
coordinated action is key to maintain the levels of this reactive species under strict control. The higher rootCAT 
levels in WD2 and WD3 in VO/SM plants, suggest that this enzyme may play a key role in conferring increased 
defense against drought-derived ROS in this particular scion/rootstock combination. Interestingly, VO/SM but 
not VO/RLplants exhibited progressive changes in root CAT and GPX and in leaf APX, which further indicates 
that the VO/SM combination confers particular stress memory mechanisms leading to increased the defenses 
against excessive ROS production,and consequently more efficient metabolic traits to cope with severe and recur-
rent drought conditions.
Therefore, several lines of evidence indicate that recurrent drought triggered memory to stress more clearly 
in VO plants grafted onto SM than in VO plants grafted onto RL. Firstly, only VO/SM plants exhibited significant 
increments in photosynthetic parameters as the number of drought exposures increased. Secondly, progressive 
changes in hormonal balance over the multiple water deficit events were also only observed in VO/SM plants. 
Thirdly, progressive changes in key components of the antioxidant machinery along the recurrent drought events 
were only observed in VO/SM plants, thus promoting the defenses of these plants against excessive ROS produc-
tion. Forth,frequencies of methylated polymorphic fragments identified by the MSAP technique were markedly 
different between VO/RL and VO/SM plants. As the MSAP data were obtained in leaf samples, thedirect influ-
ence of the rootstocks on the frequencies of methylated fragments is of particular notice. Moreover, as epigenetic 
changes in plantscan be transmitted by meiosis and mitosis, the genetic and physiological changes observed in 
VO/SM plants exposed to recurrent drought could be maintained during the subsequent development of these 
organisms. Thus, we can suggest that the transfer of stress memory over time may allow the use of buds of these 
drought-treated individuals in new grafting events as an alternative in citrus management.
Altogether, our findings indicate that epigenetic alterations involving DNA methylation are involved in 
drought tolerance in citrus, and hormonal changes triggered by recurrent drought may facilitate preparing the 
plants for future exposure to water-limiting conditions.
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Methods
Plant material and drought treatment. ‘Rangpur Lime’ (RL) and ‘Sunki Maravilha’ mandarin (SM) cit-
rus varieties, known to exhibit different drought response patterns17,18,29, were used as rootstocks to scions of the 
Citrus sinensis (L.) Osb.‘Valencia’ orange (VO) variety. After grafting, the plants were transferred to 45-L pots 
containing Plantmax®, washed sand and clay (2:1:1). The plants were kept in an anti-aphid screen at Embrapa 
Cassava and Fruit Crops (Embrapa Mandioca e Fruticultura), with daily irrigation. The climaticconditions during 
the drought stress are presented in Supplementary Fig. S3. NPK and micronutrient fertilizers were applied every 
two weeks until plants reached 2 years of age. After this period, plants of each scion/rootstock combination (VO/
RL and VO/SM) were exposed to up to three periods of water deficitshown in Supplementary Fig. S4. Between 
each water deficit event, plants were maintained underfield capacity, periodically pruned and fertilized.
The recurrent water deficit experiment was installed a completely randomized design, and included three 
experimental groups as shown in Supplementary Fig. S4. The first stage began in October 2014, when the plants 
were submitted to two water regimes: i) Group 1 included plants maintained under field capacity, referred to as 
control condition (C1); and ii) Groups 2 and 3 included plants exposed to the water deficit treatment (D1). The 
second stage began in March 2015, with the application of two water regime conditions: i) plants of Group 1 
remained under field capacity, referred to as control plants (C2) from then on; ii) plants of Group 2, which were 
treated with water deficit during stage one, were kept under field capacity (R1); and (iii) plants of Group 3 were 
exposed to the treatment of water deficit for the second time (D2). During the third and last stage, which began in 
May 2015, all plants were exposed to water restriction as follows: Group 1 (WD1) represents the plants exposed 
to the water deficit treatment only in stage three; Group 2 (WD2) represents plants exposed to the water deficit 
treatment in stages one and three, i.e. double exposure with interval; and Group 3 (WD3) represents the plants 
exposed to the water deficit treatment in all three stages, thus corresponding to the recurrent water restriction 
conditions. In the present study, the data presented refer to the third stage of this experiment. Drought was devel-
oped with gradual loss of soil water content. Soil moisture was monitored daily, using a time domain refractom-
etry (TDR) probe. When the water potential in the leaves of the plants reached values below −2.0 MPa, leaf and 
root samples were harvestedand the plants were then rehydrated.
Leaf area, leaf relative Water Content (RWC), leaf water potential (ΨL) and matrix potential 
(soil Ψ). Total leaf area was determined as described by Neves et al. (2013)17 before the last drought stress 
event. Leaf relative water content in the leaves was determined on the day of harvesting according to Barrs and 
Weatherley (1962)77. Leaf water potential (ΨL) was determined before dawn, using a Scholander pressure cham-
ber (M670, PMS Instrument Co., Albany, OR, USA). ΨL was measured every two days after confirming that the 
photosynthetic parameters obtained by an infrared gas analyzer (IRGA) were in fact decreasing. Leaves were 
detached from the plants using a razor, and they were immediately used for the ΨL measurements. The leaves and 
roots of the plants under severe drought were harvested when they reached ΨL ≤ −2.0 MPa (drought samples) 
or 48 h after the rehydration (rehydration samples). The soil matric potential (soil Ψ) was monitored on a daily 
basis, according to the soil moisture observed by the TDR probe, and associated with the potential matric values 
obtained with the psychrometer model WP4 Dew point potential Meter.
Photosynthetic parameters. The net rate of photosynthesis (A), stomatal conductance (gs) and tran-
spiration (E),were measured every two days in fully expanded mature leaves, which were selected and marked 
before the beginning of the experiment. The gas exchange measurements (A, gs and E) were carried out using the 
portable LCpro-SD IRGA (ADC biotech-scientific Limited, UK) with photosynthetically active radiation (PAR) 
from 1000 μmol photons flux density m−2 s−1, while leaf temperature, air humidity and CO2 concentration were 
determined by the environment. Once readings had stabilized, measurements between the 8 and 11 a.m. on one 
leaf of each plant, were performed.
DNA extraction. Total genomic DNA was extracted using the CTAB method78 and the extracted DNA was 
quantified by the Qubit Fluorometer 2.0 Invitrogen.
Genotyping Protocol by MSAP. The MASP-type markers were obtained according to Tang et al.6, using 
the same protocol as for the AFLP-type markers.
Hormonal measurements. The endogenous levels forindole acetic acid (IAA), salicylic acid (SA) and 
abscisic acid (ABA) were determined via gas chromatography-tandem mass spectrometry-selecting ion moni-
toring (GC-MS-SIM)as described in Santana-Vieira et al.18.
Activity of antioxidant enzymes. Briefly, samples were ground in liquid nitrogen in the presence of 0.7% 
(w/w)polyvinylpyrrolidone (PVP) and subsequently homogenized in the appropriate extraction buffer16. After 
sonication (8 pulses of 5 s each, with intervals of 10 s) and centrifugation (13,000 g, 10 min, 4 °C), the supernatant 
was used to determine the SOD, CAT, GPX and APX activities as described in Gonçalves et al.16.
Statistical analysis. The experiment was carried out in an entirely randomized design (ERD), including 3 
replicates for each group of water deficit treatments (WD1, WD2 and WD3). The analysis of variance (ANOVA) 
and the Scott-Knott’s test were calculated using the Sisvar software to detect differences between combinations 
of the same comparison group, between stress situations within the same combination, as well as the interaction 
between combinations and treatments, with P value < 0.05. Three replicates (n = 3) were used to analyze soil and 
leaf water potential, as well as to determine leaf area, relative water content (RWC) and photosynthetic parame-
ters (A, gs and E); and five replicates (n = 5) were used to determine hormone contents. Pools were used for the 
treatmentsand the frequency test was evaluated using the Heatmap package79 implemented by the R software 
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(Core Development Team, 2016) and the gplots and R Color Brewer packages for the methylation analyzes by the 
MSAP technique.
References
 1. Chen, Y., Müller, F., Rieu, I. & Winter, P. Epigenetic events in plant male germ cell heat stress responses. Plant Reproduction 29, 
21–29 (2016).
 2. Li, X., Liu, F. Drought stress memory and drought stress tolerance in plants: Biochemical and molecular basis. Drought stress 
tolerance in Plants 1(2) (2016).
 3. Ramírez, D. A. et al. Improving potato drought tolerance through the induction of long-term water stress memory. Plant Science 
238, 26–32 (2015).
 4. Zandalinas, S., Rivero, R. M., Martínez, V., Gómez-Cadenas, A. & Arbona, V. Tolerance of citrus plants to the combination of high 
temperatures and drought is associated to the increase in transpiration modulated by a reduction in anscisic acid levels. BMC Plant 
Biology 16, 105 (2016).
 5. Kinoshita, T. & Seki, M. Epigenetic memory for stress response and adaptation in plants. Plant& Cell Physiology 55, 1859–1863 
(2014).
 6. Tang, X. M. et al. Analysis of DNA methylation of perennial ryegrass under drought using the methylation-sensitive amplification 
polymorphism (MSAP) technique. Molecular Genetics and Genomics 289, 1075–1084 (2014).
 7. Alsdurf, J., Anderson, C. & Siemens, D. H. Epigenetics of drought-induced trans-generational plasticity: consequences for range 
limit development. AoB Plants 8, (plv146) (2016).
 8. Habu, Y., Kakutani, T. & Paskowski, J. Epigenetic developmental mechanisms in plants: molecules and targets of plant epigenetic 
regulation. Current Opinion in Genetics & Development 11, 215–220 (2001).
 9. Madhusudhan, J. Importance of Epigenetic in Plants. Bioengineer & Biomedical Sci. 5, 2 (2015).
 10. Meng, F. et al. Epigenetic regulation of miR-34ª expression in alcoholic liver injury. The American Journal of Pathology. 181, 804–817 
(2012).
 11. Shan, X. et al. Analysis of the DNA methylation of maize (Zea mays L.) in response to cold stress based on metlhylation-sensitive 
amplified polymorphisms. Journal Plant Biology 56, 32–38 (2013).
 12. Portis, E., Acquadro, A., Comino, C. & Lanteri, S. Analysis of DNA methylation during germination of pepper (Capsicum annuum 
L.) seeds using methylation-sensitive amplification polymorphism (MSAP). Plant Science 166, 169–178 (2004).
 13. Gayacharan, A. & Joel, J. Epigenetic responses to drought stress in Rice (Oryza sativa L). Physiology and Molecular Biology of Plants 
19, 379–387 (2013).
 14. Wang, W. et al. Comparative analysis of DNA methylation change in two Rice genotypes under salt stress and subsequent recovey. 
Biochemical and Biophysical Research Communications 465, 790–796 (2015).
 15. Pedroso, F. K. J. V., Prudente, D. A., Bueno, A. C. R., Machado, E. C. & Ribeiro, R. V. Drought tolerance in citrus trees is enhanced by 
rootstock-dependent changes in root growth and carvohydrate availability. Environmental and Experimental Botany 101, 26–35 
(2014).
 16. Gonçalves, L. P. et al. Rootstock-induced physiological and biochemical mechanisms of drought tolerance in sweet orange. 
ActaPhysiologiaePlantarum. 38, 174 (2016).
 17. Neves, D. M. et al. Comparative study of putative 9-cis-epoxycarotenoid dioxygenase and abscisic acid accumulation in the 
responses of Sunki mandarin and Rangpur lime to water deficit. Molecular Biology Reports 40, 5339–5349 (2013).
 18. Santana-Vieira, D. D. S. et al. Survival strategies of citrus rootstocks subjected to drought. Scientific Reports 6, 38775, https://doi.
org/10.1038/srep38775 (2016).
 19. Fleta-Soriano, E., Pintó-Marijuan, M., Munné-Bosch, S. Evidence of drought stress memory in the facultative CAM, 
Apteniacordifolia: Possible role of phytohormones. PloS One, 14 (2015).
 20. Cheung, J. et al. Genome-wide detection of segmental duplications and potential assembly errors in the human genome sequence. 
Genome. Biology 4, (R25) (2015).
 21. Chapman, E. J. & Estelle, M. Mechanism of auxin-regulated gene expression in plants. Annual Review of Genetics 43, 265–285 
(2009).
 22. Jain, M. & Khurana, J. P. Transcript profiling reveals diverse roles of auxin-responsive genes during reproductive development and 
abiotic stress in Rice. The FEBS Journal 276, 3148–3162 (2009).
 23. Song, Y., Wang, L. & Xiong, L. Comprehensive expression profiling analysis of OsIAA gene family in developmental processes and 
in response to phytohormone and stress treatments. Planta 229, 77–591 (2009).
 24. Zhao, Y. Auxin biosynthesis: A simple two-step pathway converts tryptophan to índole-3-acetic acid in plants. Molecular Plant 5, 
334–338 (2012).
 25. Kang, G. et al. Proteomic analysis on salicylic acid-induced salt tolerance in common wheat seedlings (Triticumaestivum L). 
BiochimicaetBiophysicaActa (BBA)-Proteins and Proteomics 1824, 1324–1333 (2012).
 26. Há, C. V. et al. The auxin response factor transcription factor family in soybean: Genome-wide identification and expression analyses 
during development and water stress. DNA Research 20, 511–524 (2013).
 27. Sánchez-Martín, J. et al. A metabolomic study in oats (A vena sativa) higtlights a drought tolerance mechanism based upon salicylate 
signalling pathways and the modulation of carbon, antioxidant and photo-oxidative metabolism. Plant, Cell & Environment 38, 
1434–1452 (2015).
 28. Sharma, E., Sharma, R., Borah, P., Jain, M. & Khurana, J. P. Emerging roles of auxin in abiotic stress responses. Elucidation of Abiotic 
Stress Signaling in Plants 1, 299–328 (2015).
 29. Oliveira, T. M. et al. Comparative study of the protein profiles of Sunki mandarin and Rangpur lime plants in response to water 
deficit. BMC Plant Biology 15, 1–16 (2015).
 30. Farooq, M., Wahid, A., Kobayashi, N., Fujita, D. & Basra, S. M. A. Plant drought stress: Effectis, Mechanisms and management. 
Sustainable Agriculture 29, 153–188 (2009).
 31. Ding, Y., Fromm, M. & Avramova, Z. Multiple exposures to drought ‘train’ transcriptional responses in Arabidopsis. Nat. Commun 
3, 740 (2012).
 32. Conrath, U. Molecular aspects of defencepriming. Trends in Plant Science 16, 524–531 (2011).
 33. Pastor, V., Luna, V., Mauch-Mani, B., Ton, J. & Flors, V. Primed plants do not forget. Environ Exp. Bot 94, 46–56 (2013).
 34. Munné-Bosch, S. & Alegre, L. Cross-stress tolerance and stress “memory” in plants: An integrated view. Environ Exp. Bot 94, 1–2 
(2013).
 35. Salehi-Lisar, S. Y. & Bakhshayeshan-Agdam, H. Drought stress in plant: Causes, consequences and tolerance. Drought Stress 
Tolerance in Plants 1, 1–16 (2016).
 36. Farooq, S., Shahid, M., Khan, M. B., Hussain, M. & Farooq, M. Improving the productivity of Bread wheat by good management 
practices under terminal drought. Journal of Agronomy and Crop Science 201, 173–188 (2015).
 37. Fang, Y. & Xiong, L. General mechanisms of drought response and their application in drought resistance improvement in plants. 
Cellular and Molecular Life Sciences 72, 673–689 (2015).
 38. Lüttge, U. & Thellier, M. Roles of memory and circadian clock in the ecophysiological performance of plants. Progress in Botany 77, 
73–104 (2016).
www.nature.com/scientificreports/
1 0SCIEnTIFIC RepoRts | 7: 13684  | DOI:10.1038/s41598-017-14161-x
 39. Fulnecek, J. & Kovarik, A. How to interpret Methylation Sensitive Amplified Polymorphism (MSAP) profiles? BMC Genetics 15, 2–9 
(2014).
 40. Crisp, P. A., Ganguly, D., Eichten, S. R., Borevitz, J. O. & Pogson, B. J. Reconsidering plant memory: Intersections between stress 
recovery, RNA turnover, and epigenetics. Science Advances 2, e1501340 (2016).
 41. Bobadila, R., Berr, A. Histone Methylation-A corertone for plant responses to environmental stresses? ResearchGate 31–61 (2016).
 42. Asensi-Fabado, M. A., Amtmann, A. & Perrela, G. Plant responses to abiotic stress: The chromatin context of transcriptional 
regulation. BiochimicaetBiophysicaActa 1860, 106–122 (2017).
 43. Labra, M. et al. Analysis of cytosine methylation pattern in response to water deficit in pea root tips. Plant Biol (Stuttgart) 4, 694–699 
(2002).
 44. Fan, H. H. et al. DNA methylation alterations of upland cotton (Gossypiumhirsutum) in response to cold stress. 
ActaPhysiologiaePlantarum 35, 2445–2453 (2013).
 45. Naydenov, M. et al. High-temperature effect on genes engaged in DNA methylation and affected by DNA methylation in 
Arabidopsis. Plant Physiology and Biochemistry 87, 102–108 (2015).
 46. Urano, K., Maruyama, K., Yusuke, J., Yamaguchi-Shinozaki, Y. K. K. & Shinozaki, K. Analysis of plant hormone profiles in response 
to moderate dehydration stress. The Plant Journal 90, 17–36 (2016).
 47. Soppe, W. J. et al. The late flowering phenotype of fwa mutants is caused by gain-of-function epigenetic alleles of a homeodomain 
gene. Mol. Cell 6, 791–802 (2000).
 48. Kankel, M. W. et al. Arabidopsis MET1 cytosine methyltransferase mutants. Genetics 163, 1109–1122 (2003).
 49. Yamamuro, C., Zhu, J.-K. & Yang, Z. Epigenetic modifications and plant hormone action. Molecular Plant 9, 57–70 (2016).
 50. Seki, M. et al. Monitoring the expression pattern of 1300 Arabidopsis genes under drought and cold stresses using full-length cDNA 
microarray. Plant Cell. 13, 61–72 (2001).
 51. Rodríguez-Gamir, J., Primo-Millo, E., Forner, J. B. & Forner-Giner, M. A. Citrus rootstock responses to water stress. Scientia 
Horticulture 126, 95–102 (2010).
 52. Shinozaki, K. & Yamaguchi-Shinozaki, Y. Gene networksinvolvide in drought stress response and tolerance. Journal Experimental 
Botany 58, 221–227 (2007).
 53. Luan, S. Signalling drought in guard cells. Plant Cell Environmental 25, 229–237 (2002).
 54. Zhu, J.-K. Salt and drought stress signal transduction in plants. Annu. Rev. Plant Physiol. Plant Mol. Biol. 53, 247–273 (2002).
 55. Zhang, J., Jia, W., Yang, J. & Ismail, A. M. Role of ABA in integrating plant responses to drought and salt stresses. Field Crops Research 
97, 111–119 (2006).
 56. Virlouvet, L. & Fromm, M. Physiological and transcriptional memory in guard cells during repetitive dehydration stress. New 
Phytologist 205, 596–607 (2015).
 57. Walter, J. et al. Do plant remember drought? Hints towards a drought-memory in grasses. Environmental and Experimental Botany 
71, 34–40 (2011).
 58. Mittler, R. & Blumwald, E. The roles of ROS and ABA in systemic acquired acclimation. The Plant Cell 27, 64–70 (2015).
 59. Chinnusamy, V. & Zhu, J.-K. Epigenetic regulation of stress responses in plants. Current Opinion in Plant Biology 12, 133–139 (2009).
 60. Schmelz, E. A. et al. Simultaneous analysis of phytohormones, phytotoxins, and volatile organic compounds in plants. PNAS 100, 
10552–10557 (2003).
 61. Acharya, B. & Assmann, S. Hormone interactions in stomatal function. Plant Molecular Biology 69, 451–462 (2009).
 62. Peleg, Z. & Blumwald, E. Hormonal balnce and abiotic stress tolerance in crop plants. Current Opinion in Plant Biology 14, 290–295 
(2011).
 63. Li, W. et al. DNA methylation and histone modifications regulate de novo shoot regeneration in Arabidopsis by modulating 
WUSCHEL expression and auxin signaling. PLoS Genet 7, e1002243 (2011).
 64. Sung, Y., Chang, Y.-Y. & Ting, N.-L. Capsaicin biosynthesis in water-stressed hot pepper fruits. Botany Bulletin Academy Sinica 46, 
35–42 (2005).
 65. Tian, X. R. & Lei, Y. B. Physiological responses of wheat seedlings to drought and UVB radiation. Effect of exogenous sodium 
nitroprusside application. Russian Journal of Plant Physiology 54, 676–682 (2007).
 66. Lee, B. R. et al. Peroxidases and lignification in relation to the intensity of water-deficit stress in white clover (Trifoliumrepens L.). 
Journal of Experimental Botany 58, 1271–1279 (2007).
 67. Miura, K. et al. SIZ1 deficiency causes reduced stomatal aperture and enhanced drought tolerance via controlling salicylic acid‐
induced accumulation of reactive oxygen species in Arabidopsis. The Plant Journal 73, 91–104 (2013).
 68. Narvrot, N., Finnie, C., Svensson, B. & Hägglund, P. Plant redox proteomics. Journal of Proteomics 74, 1450–1462 (2011).
 69. Moucheshi, A. S., Pakniyat, H., Pirasteh-Anosheh, H., Azooz, M. M. Role of ROS signalingmolecule in plants. In: Ahmad P (ed) 
Oxidative damage to plants. Elsevier, The Netherland, 585–620(2014).
 70. Mittler, R. Oxidative stress, antioxidants and stress tolerance. Trends in Plant Science 7, 405–501 (2002).
 71. Molina-Rueda, J. J., Tsai, C. J. & Kirby, E. G. The Populussuperoxide dismutase gene family and its responses to drought stress in 
transgenic poplar overexpressing a pine cytosolic glutamine synthetase (GS1a). PLos One 8, e564211 (2012).
 72. Srivastava, V. et al. Alternative splicing studies of the reactive oxygen species gene network in populous reveal two isoforms of high-
isoelectric-point superoxide dismutase. Plant Physiol 149, 1848–1859 (2009).
 73. Carvalho, M. H. C. Drought stresse and reactive oxygen species. Plant Signaling & Behavior 3, 156–165 (2008).
 74. Lima, A. L. S., DaMatta, F. M., Pinheiro, H. A., Totola, M. R. & Loureiro, M. E. Photochemical responses and oxidative stress in two 
clones of Coffeacanephora under water deficit conditions. Environ. Exp. Bot. 47, 239–247 (2002).
 75. Lecube, M. L., Noriega, G. O., Santa Cruz, D. M., Tomaro, M. L., Batlle, A. E. & Balestrasse, K. B. Indole acetic acid is responsible for 
protection against oxidative stresse caused by drought in soybean plants: The role of heme oxygenase induction. Journal Redox 
Report 6, 242–250 (2014).
 76. Sofo, A., Dichio, B., Xiloyannis, C. & Masia, A. Efects of different irradiance level on some antioxidant enzymes ando n 
malondialdehyde content during rewatering in olive tree. Plant Science 166, 293–302 (2004).
 77. Barrs, H. D. & Weatherley, P. E. A re-examination of the relative turgidity technique for estimating water déficits in leaves. Australian 
Journal of Biological Sciences. 15, 413–428 (1962).
 78. Murray, M. G. & Thompson, W. F. Rapid isolation of high molecular weight plant DNA. Nucleic Acids Research 8, 4321–4326 (1980).
 79. Zhao, S., Guo, Y., Sheng, Q. & Shyr, Y. Heatmao3: an improved heatmap package with more powerful and convenient features. BMC 
Bioinformatics 15, 16–17 (2014).
Acknowledgements
A scholarship was provided to D. M. Neves by the Foundation for Protection of Research in the State of Bahia 
–FAPESB (grant: BOL3863/2014) and a research fellowship granted to A.S. Gesteira (PQ 304454/2015-0). This 
study was funded by the National Council for Scientific and Technological Development –CNPq (CNPq grant 
numbers 402526/2016-3).
www.nature.com/scientificreports/
1 1SCIEnTIFIC RepoRts | 7: 13684  | DOI:10.1038/s41598-017-14161-x
Author Contributions
D.M. Neves: Conception and design of experiment, acquisition of data, analysis and interpretation of data and 
wrote and revised the manuscript. L.A. H. Almeida: Acquisition of data and analysis, revised the manuscript. 
D.D.S. Santana-Vieira: Acquisition of data and analysis, revised the manuscript. L. Freschi: Acquisition of 
data, analysis and interpretation, wrote and revised the manuscript. C.F. Ferreira: Conception and design of 
the experiment, revised the manuscript. W.S. Soares-Filho: Conception and design of the experiment, revised 
themanuscript. M.G.C. Costa: Acquisition of data and analysis, revised the manuscript. F. Micheli: Acquisition of 
data and analysis, revised the manuscript. M.A. Coelho Filho: Conception and design of the experiment, revised 
the manuscript. A.S. Gesteira: Conception and design of the experiment, interpretation of data, wrote and revised 
the paper.
Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-017-14161-x.
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017
